}Jl;l iprotKB Entry name organism [full name |oglcnacscore |oglcnac sites phosphorylation sites PMIDS sequence intracellular extracellular cytosol nucleus mitochndrion 5:3231132
Q8NFD5 |ARI1B_HUMAN [Homo AT-rich 28.807602 $828;51577 (Q8NFD5-|S585;5599;51625;S1638;S1642;S17 |38665916;34019948;35289036;314 MAARAAAAAAAAAARARARAGSGER (True False 4.435 |5.0 0.75 False
sapiens [interactive 3);T1656;T1659;S1660 |98 92838;39531497;40307207;203056 |RAPPGPRPAPGARDLEAGARGAAAA
domain- 58;35132862;29351928;35254053 |AAAPGPMLGGGGDGGGGLNSVHH
containing HPLLPRHELNMAHNAGAAAAAGTH
protein 1B SAKSGGSEAALKEGGSAAALSSSSSS

SAAAAAASSSSSSGPGSAMETGLLP
NHKLKTVGEAPAAPPHQQHHHHHH
IAHHHHHHAHHLHHHHALQQQLN
QFQQQQQQQQQQQQQQQQQQHPI
SNNNSLGGAGGGAPQPGPDMEQPQ
HGGAKDSAAGGQADPPGPPLLSKPG
DEDDAPPKMGEPAGGRYEHPGLGA
LGTQQPPVAVPGGGGGPAAVPEFNN
'YYGSAAPASGGPGGRAGPCFDQHGG
QQSPGMGMMHSASAAAAGAPGSM
DPLQNSHEGYPNSQCNHYPGYSRP
GAGGGGGGGGGGGGGSGGGGGGG
GAGAGGAGAGAVAAAAAAAAAAAGG
GGGGGYGGSSAGYGVLSSPRQQGG
GMMMGPGGGGAASLSKAAAGSAAG
GFQRFAGQNQHPSGATPTLNQLLTS
PSPMMRSYGGSYPEYSSPSAPPPPPS
QPQSQAAAAGAAAGGQQAAAGMGL
GKDMGAQYAAASPAWAAAQQRSHP
IAMSPGTPGPTMGRSQGSPMDPMV
MKRPQLYGMGSNPHSQPQQSSPYP
GGSYGPPGPQRYPIGIQGRTPGAMA
GMQYPQQQMPPQYGQQGVSGYCQ
QGQQPYYSQQPQPPHLPPQAQYLPS
QSQQRYQPQQDMSQEGYGTRSQPP
LAPGKPNHEDLNLIQQERPSSLPDL
SGSIDDLPTGTEATLSSAVSASGSTS
SQGDQSNPAQSPFSPHASPHLSSIP
GGPSPSPVGSPVGSNQSRSGPISPAS
IPGSQMPPQPPGSQSESSSHPALSQ
SPMPQERGFMAGTQRNPQMAQYGP
QQTGPSMSPHPSPGGQMHAGISSF
QQSNSSGTYGPQMSQYGPQGNYSR
PPAYSGVPSASYSGPGPGMGISANN
QMHGQGPSQPCGAVPLGRMPSAG
MQNRPFPGNMSSMTPSSPGMSQQ
GGPGMGPPMPTVNRKAQEAAAAVM
QAAANSAQSRQGSFPGMNQSGLMA
SSSPYSQPMNNSSSLMNTQAPPYS
MAPAMVNSSAASVGLADMMSPGES
KLPLPLKADGKEEGTPQPESKSKKSS
SSTTTGEKITKVYELGNEPERKLWVD
RYLTFMEERGSPVSSLPAVGKKPLD
LFRLYVCVKEIGGLAQVNKNKKWRE
LATNLNVGTSSSAASSLKKQYIQYLF
IAFECKIERGEEPPPEVFSTGDTKKQP
KLQPPSPANSGSLQGPQTPQSTGSN
SMAEVPGDLKPPTPASTPHGQMTP
MQGGRSSTISVHDPFSDVSDSSFPK
RNSMTPNAPYQQGMSMPDVMGRM
PYEPNKDPFGGMRKVPGSSEPFMT
QGQMPNSSMQDMYNQSPSGAMSN
LGMGQRQQFPYGASYDRRHEPYGQ
QYPGQGPPSGQPPYGGHQPGLYPQQ
PNYKRHMDGMYGPPAKRHEGDMY
NMQYSSQQQEMYNQYGGSYSGPDR
RPIQGQYPYPYSRERMQGPGQIQTH
GIPPQMMGGPLQSSSSEGPQQNMW
IAARNDMPYPYQNRQGPGGPTQAPP
YPGMNRTDDMMVPDQRINHESQW
PSHVSQRQPYMSSSASMQPITRPPQ
PSYQTPPSLPNHISRAPSPASFQRSL
ENRMSPSKSPFLPSMKMQKVMPTV
PTSQVTGPPPQPPPIRREITFPPGSVE
IASQPVLKQRRKITSKDIVTPEAWRV
MMSLKSGLLAESTWALDTINILLYD
DSTVATFNLSQLSGFLELLVEYFRKC
LIDIFGILMEYEVGDPSQKALDHNAA
RKDDSQSLADDSGKEEEDAECIDDD
EEDEEDEEEDSEKTESDEKSSIALTA
PDAAADPKEKPKQASKFDKLPIKIVK
KNNLFVVDRSDKLGRVQEFNSGLL
HWQLGGGDTTEHIQTHFESKMEIPP
RRRPPPPLSSAGRKKEQEGKGDSEE
QQEKSIIATIDDVLSARPGALPEDAN




PGPQTESSKFPFGIQQAKSHRNIKLL
EDEPRSRDETPLCTIAHWQDSLAKR
CICVSNIVRSLSFVPGNDAEMSKHP
GLVLILGKLILLHHEHPERKRAPQTY
EKEEDEDKGVACSKDEWWWDCLEV
LRDNTLVTLANISGQLDLSAYTESIC
LPILDGLLHWMVCPSAEAQDPFPTV
GPNSVLSPQRLVLETLCKLSIQDNN
IVDLILATPPFSRQEKFYATLVRYVGD
RKNPVCREMSMALLSNLAQGDALA
IARATAVQKGSIGNLISFLEDGVTMAQ
YQQSQHNLMHMQPPPLEPPSVDM
MCRAAKALLAMARVDENRSEFLLH
EGRLLDISISAVLNSLVASVICDVLFQ
IGQL




